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Figure 1: Alignment of 1NSP105 against placental growth hormone {Homo sapiens). 

Query: 1 MAAGSRTSLLZjAFGLLCLSWLQEGSAFPTIPLSRLFDNAMLRARRLYQLAYDTYQEFVSS 60 

MAAGSRTSLLLAFGLLCLSWLQEGSAFPTIPLSRLFDNAMLRARRLYQLAYDTYQEF + 
Sbjctr 1 MAAGSRTSLLLAFGLLCLSWLQEGSAFPTIPLSRLFDNAMLRARRLYQIAYDTYQEFEEA 60 



Sbjct: 61 YILKEQKYSFLQNPQTSLCFSESIPTPSNRVKTQQKSNLELLRISLLLIQSWLEPVQLLR 120 



Query: 103 SVFANSLVYGASDSNVYRHLKDLEEGIQTLMWRLEDGSPRTGQIFNQSYSKFDTKSHNDD 162 

SVFANSLVYGASDSNVYRHLKDLEEGIQTLMWRLEDGSPRTGQIFNQSYSKFDTKSHNDD 
Sbjct: 121 SVFANSLVYGASDSNVYRHLKDLEEGIQTLMWRLEDGSPRTGQIFNQSYSKFDTKSHNDD 180 

Query; 163 ALLKNYGLLYCFRKDMDKVETFLRIVQCRSVEGSCGF 199 

ALLKNYGLLYCFRKDMDKVETFLRIVQCRSVEGSCGF 
Sbjct: 181 ALLKNYGLLYCFRKDMDKVETFLRIVQCRSVEGSCGF 217 



Query: 61 WVM- 



ESIPTPSNRVKTQQKSNLELLRISLLLIQSWLEPVQLLR 102 
ESIPTPSNRVKTQQKSNLELLRISLLLIQSWLEPVQLLR 



+++ 



************************************* 
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Figure 3: Predicted nucleotide sequence of 1NSP105 with translation 



1 atggctgcag gctcccggac gtccctgctc ctggcttttg gcctgctctg 
maa g s rr tsll 1 a f gll 

51 cctgtcctgg cttcaagagg gcagtgcctt cccaaccatt cccttatcca 
clsw lqe gsa fpti pis 

101 ggctttttga caacgctatg ctccgcgccc gtcgcctgta ccagctggca 
rlf dnam Ira rrl yqla 

151 tatgacacct atcaggagtt tgtaagctct tgggtaatgg agtctattcc 
ydt yqe fvss wvm esi 

201 aacaccttcc aacagggtga aaacgcagca gaaatctaac ctagagctgc 
ptps nrv ktq q k s n lei 

251 tccgcatctc cctgctgctc atccagtcat ggctggagcc cgtgcagctc 
Iri sill iqs wle pvql 

301 ctcaggagcg tcttcgccaa cagcctggtg tatggcgcct cggacagcaa 
Irs vfa nslv yga sds 

351 cgtctatcgc cacctgaagg acctagagga aggcatccaa acgctgatgt 
nvyr hlk die egiq tlm 

4 01 ggaggctgga agatggcagc ccccggactg ggcagatctt caatcagtcc 
wrl edgs prt gqi fnqs 

451 tacagcaagt ttgacacaaa atcgcacaac gatgacgcac tgctcaagaa 
ysk fdt kshn dda Ilk 

501 ctacgggctg ctctactgct tcaggaagga catggacaag gtcgagacat 
nygl lyc frk dmdk vet 

551 tcctgcgcat cgtgcagtgc cgctctgtgg agggcagctg tggcttc 
fir ivqc rsv egs cgf 



Bold = signal sequence 
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figure 4: 1NSP105 coding exon organization in genomic DNA and position of PCR 
primers 
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Figure 5: Alignment of UNSriCb with piiN IK clon^-miniprep 6 indicating the position of 
PCR primers used to re-amplify the correct 5' end of the cDNA. 



INSP105-exon2F 



INSP105, 1 ATGGCTGCAGGCTCCCGGACGTCCCTGCTCCTGGCTTTTGGCCTGCTCTGCCTGTCCTGG 

pENTR-6, 1 CTGGCTGCAGGCTCCCGGACGTCCCTGCTCCTGGCTTTTGGCCTGCTCTGCCTGTCCTGG 

****** ****** **** ********* *********** ft-********************** 

INSP105 , 61 CTTCMGAGGGCAGTGCCTTCCCAACCATTCCCTTATCCAGGCTTTTTGACAACGCTATG 

pENTR- 6 , 61 CTTCAAGAGGGCAGTGCCTTCCCAACCATTCCCTTATCCAGGCTTTTTGACAACGCTATG 

************* ********************************************** # 

INSP1 05 , 12 1 CTCCGCGCCCGTCGCCTGTACCAGCTGGCATATGACACCTATCAGGAGTTTGTAAGCTCT 

pENTR- 6 , 121 CTCCGCGCCCGTCGCCTGTACCAGCTGGCATATGACACCTATC AGGAGTTTGTAAGCTCT 

*************************************** ************ ********* 

INSP105-5' end-IV* 

INS P105 , 181 TGGGTAATGGAGTCTATTCCAACACCTTCCAACAGGGTGAAAACGCAGCAGAAATCTAAC 

pENTR- 6 , 181 TGGGTAATGGAGTCTATTCCAACACCTTCCAACAGGGTGAAAACGCAGCAGAAATCTCAC 

*********************************** ********************** ** 

INSP1 05 , 241 CTAGAGCTGCTCCGCATCTCCCTGCTGCTCATCCAGTCATGGCTGGAGCCCGTGCAGCTC 

pENTR- 6 , 241 CTAGAGCTGCTCCGCATCTCCCTGCTGCTC ATCGAGTCGTGGCTGGAGCCCGTGCAGTTC 

********************************* **** ****************** ** 

INSP105 , 301 CTCAGGAGCGTCTTCGCCAACAGCCTGGTGTATGGCGCCTCGGACAGCAACGTCTATCGC 

pENTR- 6 , 301 CTCAGGAGTGTCTTCGCC AACAGCCTGGTGTACGGCGCCTCTGACAGCAACGTCTATGAC 

******** *********************** ******** *************** * 

INSP1 0 5 , 361 CACCTGAAGGACCTAGAGGAAGGCATCCAAACGCTGATGTGGAGGCTGGAAGATGGCAGC 

pENTR- 6 , 361 CTC CT AAAGGACC T AGAGGAAGGC ATCCAAACGCTGATGTGGAGGCTGG AAGATGGCAGC 

* *** ****************************************************** 

INSP1 05 , 421 CCCCGGACTGGGCAGATCTTCAATCAGTCCTACAGCAAGTTTGACACAAAATCGCACAAC 

pENTR- 6 , 421 CCCCGGACTGGGCAGATCTTCAAGCAGACCT AC AGCAAGTTTGACACAAACTCGCACAAC 

*********************** *** ********************** ********* 

INSP 1 0 5 , 481 GATGACGCACTGCTCAAGAACEACGGGCTGCTCTACTGCTTCAGGAAGGACATGGACAAG 

pENTR- 6, 481 CATGACGCACTGCTCAAGAACTACGGGCTGCTCCACTGCTTCAGGAAGGACATGGACAAG 

******************************** ************************** 

INSP105, 541 GTCGAGACATTCCTGCGCATCGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTC 

pENTR- 6 r 541 GTCGAGAC ATTCCTGCGCATCGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTC 
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ngurc o; /viignmeni 01 UNsritD with pJbJNIK cione-miniprep 10 indicating the position 
of PGR primers used to re-amplify the correct central region of the cDNA. 

INSPl 05 1 ATGGCTGCAGGCTCCCGGACGTCCCTGCTCCTGGCTTTTGGCCTGCTCTGCCTGTCCTGG 

pENTR-10 1 ATGGCT CCGGACGTCCCTGCTCCTGGCTTTTGGCCTGCTCTGCCTGCCCTGG 

****** ********************************** ***** 

INSPl 05 61 CTTC AAGAGGGCAGTGCCTTCCCAACCATTCCCTTATCCAGGCTTTTTGACAACGCTATG 

pENTR-10 61 CTTCAAGAGGGCAGTGCCTTCCCAACCATTCCCTTATCCAGGCTTTTTGACAACGCTATG 
******************** ************************ *********** A ^. Jti 

INSP105 121 CTCCGCGCCCGTCGCCTGTACCAGCTGGCATATGACACCTATCAGGAGTTTGTAAGCTCT 
pENTR-10 121 CTCCGCGCCCATCGTCTGCACCAGCTGGCCTTTGACACCTACCAGGAGTTTGTAAGCTCT 
********** *** *** ********** * ********* ****************** 

INSPl 05— center-F— w 

INSP105 181 TGGGTAAT GGAGTCT ATTCC AAC ACCTT CC AAC AGGGTG AAAACGC AGC AGAAAT CT AAC 
pENTR-1 0 181 TGGGTAATGGAGTCTATTCCAACACCTTCCAACAGGGTGAAACCGCAGCAGAAATCTAAC 
**************************** ************** ***************** 

-> 

INSP105 241 CTAGAGCTGCTCCGCATCTCCCTGCTGCTCATCCAGTCATGGCTGGAGCCCGTGCAGCTC 
pENTR-10 241 CTAGAGCTGCTCCGCATCTCCCTGCTGCTCATCCAGTCATGGCTGGAGCCCGTGCAGCTC 
********************** ************************************** 

INSP105 301 CTCAGGAGCGTCTTCGCCAACAGCCTGGTGTATGGCGCCTCGGACAGCAACGTCTATCGC 
pENTR-10 301 CTCAGGAGCGTCTTCGCCAACAGCCTGGTGTATGGCGCCTCGGACAGCAACGTCTATCGC 
*******************************************************^*^^ 

INSP105-center-R ■ 

INSP105 3 61 CACCTGAAGGACCTAGAGGAAGGCATCCAAACGCTGATGTGGAGGCTGGAAGATGGCAGC 
pENTR-10 3 61 CACCTGAAGGACCTAGAGGAAGGCATCCAAACGCTGATGTGGAGGCTGGAAGATGGCAGC 
^*** *************** ****** ****** ************************* ***** 

INSP105 421 CCCCGGACTGGGCAGATCTTCAATCAGTCCTACAGCAAGTTTGACACAAAATCGCACAAC 
pENTR-10 421 CACCTGACTGGGCAGACCCTCAAGCAGACCTACAGCAAGTTTGACACAAACTCGCACAAC 
* ** *********** * **** *** ********************** ********* 

INSP10 5 481 GATGACGCACTGCTCAAGAACTACGGGCTGCTCTACTGCTTCAGGAAGGACATGGACAAG 
pENTR-10 481 CATGACGCACTGCTCAAGAACTACGGGCTGCTCCACTGCTTCAGGAAGGACATGGACAAG 
**************************** **** ************************** 

INSP105 54 1 GTCGAGACATTCCTGCGCATCGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTC 
pENTR-10 541 GTCGAGACATTCCTGCGCATCGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTC 
************************************************** ****^* 
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Figure 7: Alignment of INSPI05 with pENTR cione-miniprep 3 indicating the position of 
PCR primers used to re-amplify the correct 3' end of the cDNA. 



INS PI 05 1 ATGGCTGCAGGCTCCCGGACGTCCCTGCTCCTGGCTTTTGGCCTGCTCTGCCTGTCCTGG 

pENTR-3 1 ATGGCTGNAGGNTCCCGGACGTCCCTGNTCCTGGCTTTTGGCCTGGTCTGNCTGNCCTGG 

******* *** *************** ***************** **** *** ***** 

INSP1 05 61 CTTCAAGAGGGCAGTGCCTTCCCAACCATTCCCTTATCCAGGCTTTTTGACAACGCTATG 
pENTR-3 61 CTTCAAGAGGGCAGTGNCTTCCCAACCATTCCCTTATCCAGGCTTTTTGACAACGCTATG 
**************** ************************* ****************** 

INSP105 121 CTCCGCGCCCGTCGCCTGTACCAGCTGGCATATGACACCTATCAGGAGTTTGTAAGCTCT 
pENTR-3 121 CTCCGCGCCCGTCGCCTGTACCAGCTGGC ATATGACACCTATCAGGAGTTTGTAAGCTCT 
******************** **************************************** 

INSP105 181 TGGGTAATGGAGTCTATTCCAACACCTTCCAACAGGGTGAAAACGCAGCAGAAATCTAAC 

pENTR-3 181 TGGGTAATGGAGTCTATTCCAACACCTTCCAACAGGGTGAAAACGCAGCAGAAATCTAAC 
***************** ******************************************* 

INSP105 241 CTAGAGCTGCTCCGCATCTCCCTGCTGCTCATCCAGTCATGGCTGGAGCCCGTGCAGCTC 

pENTR-3 241 CTAGAGCTGCTCCGCATC 

****************** 

XNSP105 301 CTCAGGAGCGTCTTCGCCAACAGCCTGGTGTATGGCGCCTCGGACAGCAACGTCTATCGC 
pENTR-3 301 ^ 

INSP105-3' end-F ► 

INSP105 3 61 CACCTGAAGGACCTAGAGGAAGGCATCCAAACGCTGATGTGGAGGCTGGAAGATGGCAGC 

pENTR-3 361 CAAACGCTGATGTGGAGGCTGGAAGATGGCAGC 

********************************* 

INSP105 421 CCCCGGACTGGGCAGATCTTCAATCAGTCCTACAGCAAGTTTGACACAAMTCGCACAAC 
pENTR-3 42 1 CCCCGGACTGGGCAGATCTTCAATCAGTCCTACAGCAAGTTTGACACAAAATCGCACAAC 
***************************** ******************************* 

INSP105 481 GATGACGCACTGCTCAAGAACTACGGGCTGCTCTACTGCTTCAGGAAGGACATGGACAAG 

pENTR-3 481 GATGACGCACTGCTCAAGAACTACGGGCTGCTCTACTGCTTCAGGAAGGACATGGACAAG 
*********************** **************************** *****^**^ 

INSP105 541 GTCGAGACATTCCTGCGCATCGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTC 

pENTR-3 541 GTCGAGACATTCCTGCGCATCGTGCAGTGCCGCTCTGTGGAGGGCAGCTGTGGCTTC 
******************************************** ************* 

INSP105-3' end-R 
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Figure 8; Nucleotide sequence and translation of cloned INSP105 ORR 



1 acaagtttgt acaaaaaagc aggcttcgcc accatggctg caggctcccg 

ma a g s 

51 gacgtccctg ctcctggctt ttggcctgct ctgcctgtcc tggcttcaag 
r t s 1 11a fgl Icls wlq 

101 agggcagtgc cttcccaacc attcccttat ccaggctttt tgacaacgct 
egs afpt ipl srl f d n a 

151 atgctccgcg cccgtcgcct gtaccagctg gcatatgaca cctatcagga 
m 1 r arr lyql ayd tyq 

201 gtttgtaagc tcttgggtaa tggagtctat tccaacacct tccaacaggg 
efvs swv mes iptp snr 

251 tgaaaacgca gcagaaatct aacctagagc tgctccgcat ctccctgctg 
vkt qqks rile llr isll 

301 ctcatccagt catggctgga gcccgtgcag ctcctcagga gcgtcttcgc 
liq swl epvq llr svf 

351 caacagcctg gtgtatggcg cctcggacag caacgtctat cgccacctga 
ansl vyg asd snvy rhl 

4 01 aggacctaga ggaaggcatc caaacgctga tgtggaggct ggaagatggc 
kdl eegi qtl mwr ledg 

451 agcccccgga ctgggcagat cttcaatcag tcctacagca agtttgacac 
s p r tgq ifnq sys kfd 

501 aaaatcgcac aacgatgacg cactgctcaa gaactacggg ctgctctact 
tksh ndd all knyg lly 

551 gcttcaggaa ggacatggac aaggtcgaga cattcctgcg catcgtgcag 
c f r kdmd kve tfl rivq 

601 tgccgctctg tggagggcag ctgtggcttc caccatcacc atcaccattg 
crs veg scgf hhh hhh 

651 aaacccagct ttcttgtaca aagtggt 



bold = signal sequence 
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Figure 10: Map of pEAK12d- INSP105-6HIS (piasmid 14856) 
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